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OM protein - protein" search, using sw model 
Run on: 



September 16, 2004, 08:31:59 ; Search time 39 Seconds 

(without alignments) 
72.812 Million cell updates/sec 



Title: US-10-607-595-336 

Perfect score: 62 

Sequence: 1 PTCAYGWCA 9 



Scoring table: 



Searched: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 

1017041 seqs, 315518202 residues 



1017041 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 150 summaries 

Database : SPTREMBL__25 : * 

1: sp_archea : * 

2: sp_bacteria : * 

3: sp_fungi:* 

4 : sp_human : * 

5: sp_invertebrate : * 

6: sp_mammal:* 

7: sp_mhc:* 

8: sp_organelle : * 

9: sp_phage:* 
10: sp_plant:* 
11: sp_rodent:* 
12: sp_virus:* 
13: sp_vertebrate: * 
14 : sp_unclassif ied: * 
15: sp_rvirus:* 
16 : sp_bacteriap : * 
17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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10 
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7 
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16 
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119 


36 


58 


. 1 


275 


16 


Q8PAV8 


Q8pav8 xanthomonas 


120 


36 


58 


.1 


276 


17 


Q97WM2 


Q97wm2 sulfolobus 


121 


36 


58 


.1 


284 


12 


Q8V614 


Q8v614 simian pico 


122 


36 


58 


.1 


290 


16 


Q9PLG9 


Q9plg9 chlamydia m 


123 


36 


58 


.1 


292 


10 


Q8H8R6 


Q8h8r6 oryza sativ 


124 


36 


58 


.1 


296 


5 


044636 


044636 caenorhabdi 
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Q9fx51 arabidopsis 
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8 
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8 
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58 


.1 
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5 
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Q9n967 leishmania 


141 


36 


58 


. 1 
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16 


Q7VDF4 


Q7vdf4 prochloroco 


142 


36 


58 


.1 
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11 


Q8K103 


Q8kl03 mus musculu 


143 


36 


58 


. 1 


763 


3 


060013 


060013 pneumocysti 


144 


36 


58 


. 1 


773 


10 


Q9FZ72 


Q9fz72 arabidopsis 


145 


36 


58 


. 1 


848 


5 


Q9GUC7 


Q9guc7 caenorhabdi 


146 


36 


58 


. 1 


866 


4 


Q8IXF3 


Q8ixf3 homo sapien 


147 


36 


58 


.1 


883 


5 


Q966A6 


Q966a6 caenorhabdi 


148 


36 


58 


. 1 


904 


5 


Q966A5 


Q966a5 caenorhabdi 


149 


36 


58 


. 1 


918 


5 


Q9GUC8 


Q9guc8 caenorhabdi 


150 


36 


58 


.1 


969 


11 


Q7TS67 


Q7ts67 mus musculu 



ALIGNMENTS 



RESULT 1 
Q8PHB1 

ID Q8PHB1 PRELIMINARY; PRT; 470 AA. 

AC Q8PHB1; 

DT 01-OCT-2002 (TrEMBLrel. 22, Created) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE Hypothetical protein XAC3349. 

GN XAC334 9. 

OS Xanthomonas axonopodis (pv. citri) . 

OC Bacteria; Proteobacteria ; Gammaproteobacteria; Xanthomonadales ; 

OC Xanthomonadaceae; Xanthomonas. 

OX NCBI_TaxID=92829; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=306 / ATCC 13902 / XV 101; 



RX MEDLINE=22022145; PubMed=12 024217 ; 

RA da Silva A.C.R., Ferro J. A., Reinach F.C., Farah C.S., Furlan L.R., 

RA Quaggio R.B., Monteiro-Vitorello C.B., Van Sluys M.A. , Almeida N.F., 

RA Alves L.M.C., do Amaral A.M., Bertolini M.C., Camargo L.E.A., 

RA Camarotte G., Cannavan F. , Cardozo J., Chambergo F. , Ciapina L.P., 

RA Cicarelli R.M.B., Coutinho L.L., Cursino-Santos J.R., El-Dorry H., 

RA Faria J.B., Ferreira A.J.S., Ferreira R.C.C., Ferro M.I.T., 

RA Formighieri E.F., Franco M.C., Greggio C.C., Gruber A., 

RA Katsuyama A.M., Kishi L.T., Leite R.P., Lemos E.G.M., Lemos M.V.F., 

RA Locali E.C., Machado M.A. , Madeira A.M. B.N. , Martinez-Rossi N.M., 

RA Martins E.C., Meidanis J., Menck C.F.M., Miyaki C.Y., Moon D.H., 

RA Moreira L.M., Novo M.T.M., Okura V.K., Oliveira M.C., Oliveira V.R., 

RA Pereira H.A., Rossi A., Sena J.A.D., Silva C, de Souza R.F., 

RA Spinola L.A.F., Takita M.A. , Tarnura R.E., Teixeira E.C., Tezza R.I.D., 

RA Trindade dos Santos M. , Truffi D., Tsai S.M., White F.F., 

RA Setubal J.C., Kitajima J. P.. ; 

RT "Comparison of the genomes of two Xanthomonas pathogens with differing 

RT host specificities."; 

RL Nature 417:459-4 63(2002). 

DR EMBL; AE011981; AAM38191.1; -. 

KW Hypothetical protein; Complete proteome. 

SQ SEQUENCE 470 AA; 48970 MW; 4050CCDB1917DBDB CRC64; 

Query Match 71.0%; Score 44; DB 16; Length 470; 

Best Local Similarity 75.0%; Pred. No. 19; 

Matches 6; Conservative 0; Mismatches 2; Indels 0; Gaps 

Qy 1 PTCAYGWC 8 

I II III 
Db 112 PVCATGWC 119 



Search completed: September 16, 2004, 08:36:50 
Job time : 4 6 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



September 16, 2004, 08:31:24 ; Search time 9 Seconds 

{without alignments) 
52.070 Million cell updates/sec 

US-10-607-595-336 
62 

1 PTCAYGWCA 9 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 150 summaries 



141681 



Database : 



SwissProt 42:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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DT 01-FEB-1995 (Rel. 31, Created) 

DT 01-FEB-1995 (Rel. 31, Last sequence update) 

DT 10-OCT-2003 (Rel. 42, Last annotation update) 
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40 


37 


59 


.7 


949 


2 


G84486 


41 


36 


58 


. 1 


50 


2 


E82529 


42 


36 


58, 


. 1 


140 


2 


A86254 


43 


36 


58, 


. 1 


147 


2 


T25680 


44 


36 


58. 


. 1 


154 


2 


T49466 


45 


36 


58. 


.1 


235 


2 


T25681 


46 


36 


58. 


. 1 


276 


2 


E90388 


47 


36 


58. 


. 1 


290 


1 


D81738 


48 


36 


58, 


,1 


308 


2 


JC2253 


49 


36 


58. 


, 1 


314 


2 


T32672 


50 


36 


58. 


1 


318 


2 


S14948 


51 


36 


58. 


1 


319 


2 


JC2252 


52 


36 


58. 


1 


322 


2 


S54806 


53 


36 


58. 


1 


323 


2 


T03614 


54 


36 


58. 


1 


381 


2 


D90884 


55 


36 


58. 


1 


381 


2 


C85734 


56 


36 


58. 


1 


381 


2 


C64896 


57 


36 


58. 


1 


773 


2 


D86268 


58 


36 


58. 


1 


848 


2 


B89042 


59 


36 


58. 


1 


862 


2 


S43922 


60 


36 


58. 


1 


918 


2 


A89042 


61 


36 


58. 


1 


1643 


2 


T14274 


62 


36 


58. 


1 


2397 


1 


A55535 


63 


36 


58. 


1 


2409 


1 


A60979 


64 


36 


58. 


1 


3381 


2 


T42389 


65 


36 


58. 


1 


3562 


2 


A47171 


66 


35 


56. 


5 


33 


2 


D44798 


67 


35 


56. 


5 


111 


2 


B35718 


68 


35 


56. 


5 


111 


2 


B91265 


69 


35 


56. 


5 


111 


2 


G86105 


70 


35 


56. 


5 


114 


2 


A95385 



beta-tectorin prec 
C02C2.1 protein - 
hypothetical prote 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
N-methyl-D-asparta 
hypothetical prote 
cysteine proteinas 
albumin precursor 
hypothetical membr 
transposase alr408 
transposase all855 
hypothetical prote 
adhesive plaque pr 
conserved hypothet 
activin/TGF-beta-1 
hypothetical prote 
related to mutanas 
probable plasma me 
hypothetical prote 
hypothetical prote 
hypothetical prote 
hypothetical prote 
hypothetical prote 
hypothetical prote 
probable 3', 5' -eye 
chitinase (EC 3.2. 
hypothetical prote 
chitinase (EC 3.2. 
chitinase (EC 3.2. 
chitinase (EC 3.2. 
chitinase (EC 3.2. 
probable transport 
probable transport 
Putative ABC trans 
F13B4.3 protein - 
protein F14F9.3 [i 
versican - pig-tai 
protein F14F9.4 [i 
versican precursor 
versican precursor 
versican precursor 
versican precursor 
chondroitin sulfat 
alkylphosphonate u 
alkylphosphonate u 
alkylphosphonate u 
alkylphosphonate u 
protein [imported 



71 


35 


56 


.5 


183 


2 


T10508 


hypothetical prote 


72 


35 


56 


.5 


185 


2 


AB2241 


hypothetical prote 


73 


35 


56 


.5 


251 


2 


AH3314 


hypothetical membr 


74 


35 


56 


.5 


302 


2 


C84470 


hypothetical prote 


75 


35 


56 


.5 


345 


2 


T34476 


hypothetical prote 


76 


35 


56 


.5 


346 


2 


AF3334 


metal chelate tran 


77 


35 


56 


.5 


434 


2 


T26275 


hypothetical prote 


78 


35 


56 


.5 


507 


2 


A83105 


probable fumarase 


79 


35 


56 


.5 


507 


2 


C81063 


fumarate hydratase 


80 


35 


56 


.5 


546 


2 


A81807 


fumarate hydratase 


81 


35 


56 


.5 


551 


2 


G8-2630 


fumarate hydratase 


82 


35 


56 


.5 


816 


2 


A71006 


hypothetical prote 


83 


35 


56 


.5 


1171 


2 


T31635 


hypothetical prote 


84 


34.5 


55 


.6 


596 


2 


T23084 


hypothetical prote 


85 


34.5 


55 


.6 


607 


2 


T23085 


hypothetical prote 


86 


34.5 


55 


.6 


652 


2 


T38704 


glycyl tRNA synthe 


87 


34.5 


55 


. 6 


677 


2 


T23083 


hypothetical prote 


88 


34 


54 


.8 


81 


2 


T29888 


hypothetical prote 


89 


34 


54 


.8 


82 


2 


T29889 


hypothetical prote 


90 


34 


54 


.8 


82 


2 


T29893 


hypothetical prote 


91 


34 


54 


. 8 


82 


2 


T29891 


hypothetical prote 


92 


34 


54 


. 8 


84 


2 


T33867 


hypothetical prote 


93 


34 


54. 


.8 


102 


2 


T10199 


hypothetical prote 


94 


34 


54, 


. 8 


125 


2 


T02519 


hypothetical prote 


95 


34 


54, 


. 8 


177 


2 


C95865 


conserved hypothet 


96 


34 


54, 


. 8 


276 


2 


T29894 


hypothetical prote 


97 


34 


54, 


, 8 


294 


2 


A44856 


haloacetate dehalo 


98 


34 


54, 


.8 


327 


2 


A81839 


probable periplasm 


99 


34 


54, 


. 8 


327 


2 


D81103 


hypothetical prote 


100 


34 


54. 


, 8 


336 


1 


S18750 


chitinase (EC 3.2. 


101 


34 


54. 


.8 


340 


2 


S48030 


probable chitinase 


102 ' 


34 


54. 


, 8 


350 


2 


T03291 


fames yl-pyrophosp 


103 


34 


54. 


, 8 


353 


2 


T03687 


farnesyl-pyrophosp 


104 


34 


54. 


,8 


356 


2 


D95925 


probable membrane- 


105 


34 


54. 


, 8 


379 


2 


PC4180 


thiazide- sensitive 


106 


34 


54. 


,8 


384 


2 


T20446 


hypothetical prote 


107 


34 


54. 


8 


411 


2 


S53933 


probable membrane 


108 


34 


54. 


,8 


464 


2 


C86422 


probable glycyl-tR 


109 


34 


54. 


8 


468 


2 


S20951 


Na+/H+-exchanging 


110 


34 


54. 


8 


484 


2 


T26190 


hypothetical prote 


111 


34 


54. 


8 


498 


2 


A83635 


conserved hypothet 


112 


34 


54. 


8 


503 


2 


AC0062 


conserved hypothet 


113 


34 


54. 


8 


511 


2 


S10527 


endoglucanase B pr 


114 


34 


54. 


8 


584 


2 


150419 


s-gicerin precurso 


115 


34 


54. 


8 


837 


2 


T00355 


hypothetical prote 


116 


34 


54. 


8 


1021 


2 


G01202 


NaCl electroneutra 


117 


34 


54. 


8 


1254 


2 


148161 


p-185 precursor - 


118 


33. 5 


54. 


0 


205 


1 


B44963 


nef protein - huma 


119 


33.5 


54. 


0 


205 


1 


ASLJIK 


nef protein - simi 


120 


33.5 


54. 


0 


226 


2 


S46353 


nef protein - simi 


121 


33. 5 


54. 


0 


317 


2 


T25003 


hypothetical prote 


122 


33.5 


54. 


0 


629 


2 


T22066 


hypothetical prote 


123 


33.5 


54. 


0 


919 


2 


T21049 


hypothetical prote 


124 


33 


53. 


2 


24 


2 


A58999 


psi-conotoxin PHI 


125 


33 


53. 


2 


45 


2 


S50180 


pseudo-hevein - Pa 


126 


33 


53. 


2 


50 


2 


H82423 


hypothetical prote 


127 


33 


53. 


2 


54 


2 


F72675 


hypothetical prote 



128 


33 


53.2 


74 


2 


T31295 


hypothetical prote 


129 


33 


53.2 


78 


2 


T50943 


probable ferredoxi 


130 


33 


53.2 


81 


2 


H85691 


unknown protein en 


131 


33 


53.2 


96 


2 


A81031 


hypothetical prote 


132 


33 


53.2 


98 


2 


A28918 


hypothetical prote 


133 


33 


53.2 


116 


2 


T10993 


NADH2 dehydrogenas 


134 


33 


53.2 


119 


2 


S48192 


insulin-like growt 


135 


33 


53.2 


121 


2 


S18751 


chitinase (EC 3.2. 


136 


- 33 


53.2 


126 


2 


A82519 


hypothetical prote 


137 


33 


53.2 


128 


2 


A33083 


pancreatic ribonuc 


138 


. 33 


53.2 


134 


2 


E82953 


conserved hypothet 


139 


, 33 


53.2 


148 


2 


H83054 


suppressor protein 


140 


33 


53.2 


209 


1 


A55140 


glutathione transf 


141 


33 


53.2 


210 


1 


B55140 


glutathione transf 


142 


33 


53.2 


212 


2 


C96718 


hypothetical prote 


143 


33 


53.2 


220 


2 


B49736 


collagen alpha 3(1 


144 


33 


53.2 


228 


1 


WWBSXP 


endo-1, 4-beta-xyla 


145 


33 


53.2 


228 


2 


S03050 


Ig gamma chain (cl 


146 


33 


53.2 


245 


2 


B86738 


hypothetical prote 


147 


33 


53.2 


249 


2 


T31061 


hypothetical prote 


148 


33 


53.2 


254 


1 


WMBECT 


major early 30K pr 


149 


33 


53.2 


261 


1 


S12745 


endo-1, 4-beta-xyla 


150 


33 


53.2 


264 


1 


B69413 


conserved hypothet 



ALIGNMENTS 



RESULT 1 
S49888 

probable membrane protein YIL121w - yeast ( Saccharomyces cerevisiae) 
N;Alternate names: hypothetical protein YI8277.08 
C; Species: Saccharomyces cerevisiae 

C;Date: 13-Jan-1995 #sequence_revision 20-Feb-1995 #text_change 19-Apr-2002 
C;Accession: S49888 
R;Hamlyn, N. ; Churcher, C. 

submitted to the EMBL Data Library, November 1994 
A/Reference number: S49881 
A; Accession: S4 988 8 
A;Molecule type: DNA 
A; Residues: 1-542 <HAM> 

A; Cross-references: GB:Z47047; EMBL : Z4 6833 ; NID:g603997; PID:g763225; 

GSPDB:GN00009; MIPS:YIL121w 

C; Genetics : 

A; Gene: MIPS:YIL121w 

A; Cross-references : SGD:S0001383 

A;Map position: 9L 

C;Superfamily: yeast probable membrane protein YIL121w 
C; Keywords: transmembrane protein 

F;72-88/Domain: transmembrane #status predicted <TM1> 
F; 98-114/Domain: transmembrane #status predicted <TM2> 
F; 12 9- 14 5/ Domain : transmembrane #status predicted <TM3> 
F; 154-170/Domain : transmembrane #status predicted <TM4> 
F; 191-207/Domain : transmembrane #status predicted <TM5> 
F;221-237/Domain: transmembrane ((status predicted <TM6> 
F; 3 01- 3 17 /Domain : transmembrane #status predicted <TM7> 
F; 33 9- 3 55/ Domain : transmembrane #status predicted <TM8> 



F; 440-456/Domain: transmembrane #status predicted <TM9> 
F; 477-493/Domain: transmembrane #status predicted <TM10> 
F; 50 8-52 4 /Domain: transmembrane #status predicted <TM11> 

Query Match 74.2%; Score 46; DB 2; Length 542; 

Best Local Similarity 100.0%; Pred. No. 8.1; 

Matches 6; Conservative 0; Mismatches 0; Indels 

Qy 3 CAYGWC 8 

MINI 

Db 42 6 CAYGWC 4 31 



Search completed: September 16, 2004, 08:37:30 
Job time : 18 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



September 16, 2004, 08:36:55 ; Search time 128 Seconds 

(without alignments) 
22.580 Million cell updates/sec 

US-10-607-595-336 
62 

1 PTCAYGWCA 9 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

1342398 seqs, 321133274 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 150 summaries 



1342398 



Database : 



Published_Applications AA:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 



/cgn2__6/ptodata/l/pubpaa/US07_PUBCOMB.pep: * 
/cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep: * 
/cgn2_6/ptodata/ l/pubpaa/US06_NEW_PUB . pep : * 
/cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB.pep: * 
/cgn2_6/ptodata/ 1/pubpaa/US 07_NEW__PUB . pep : * 
/cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB.pep: 
/cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB . pep : * 
/cgn2_6/ptodata/ l/pubpaa/US08_PUBCOMB . pep : * 
/cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB.pep : 
/cgn2_6/ptodata/l/pubpaa/US09B__PUBCOMB.pep 
/cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB.pep 
/cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep: 
/cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep 
/cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep 
/cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep 
/cgn2_6/ptodata/ l/pubpaa/US10_NEW_PUB . pep : 
/cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB.pep: 
/cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep: 



: * 
: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


47 


75 


.8 


206 


12 


US-10-424-599-256189 


Sequence 256189, 


2 


42 


67 


.7 


56 


12 


US-10-424-599-281235 


Sequence 281235, 


3 


42 


67 


.7 


78 


9 


US-09-749-637A-324 


Sequence 324, App 


4 


42 


67 


.7 


417 


15 


US-10-369-493-21527 


Sequence 21527, A 


5 


41.5 


66 


. 9 


63 


9 


US-09-864-761-39829 


Sequence 39829, A 


6 


41.5 


66 


. 9 


653 


16 


US-10-4 37- 963-192047 


Sequence 192047, 


7 


41 


66 


. 1 


30 


9 


US-09-749-637A-92 


Sequence 92, Appl 


8 


41 


66.1 


77 


9 


US-09-749-637A-119 


Sequence 119, App 


9 


40 


64 


.5 


30 


9 


US-09-749-637A-89 


Sequence 89, Appl 


10 


40 


64 


.5 


93 


9 


US-09-925-297-749 


Sequence 74 9, App 


11 


39 


62 


.9 


32 


9 


US-09-749-637A-140 


Sequence 140, App 


12 


39 


62 


.9 


34 


9 


US-09-749-637A-137 


Sequence 137, App 


13 


39 


62 


. 9 


82 


9 


US-09-749-637A-125 


Sequence 125, App 


14 


39 


62 


. 9 


82 


9 


US-09-749-637A-128 


Sequence 128, App 


15 


39 


62 


.9 


82 


9 


US-09-749-637A-131 


Sequence 131, App 


16 


39 


62 


.9 


82 


9 


US-09-749-637A-134 


Sequence 134, App 


17 


39 


62 


.9 


82 


9 


US-09-749-637A-282 


Sequence 282, App 


18 


39 


62 


.9 


93 


15 


US-10-242-355-387 


Sequence 387, App 


19 


39 


62 


.9 


173 


12 


US-10-424-599-191056 


Sequence 191056, 


20 


39 


62 


.9 


175 


11 


US-09-764-875-773 


Sequence 7 73, App 


21 


39 


62 


. 9 


255 


10 


US-09-866-050A-700 


Sequence 7 00, App 


22 


39 


62 


.9 


297 


15 


US-10-138-588-2 


Sequence 2, Appli 


23 


39 


62 


.9 


322 


9 


US-09-909-320-201 


Sequence 201, App 


24 


39 


62 


.9 


322 


9 


US-09-909-088B-201 


Sequence 201, App 


25 


39 


62 


.9 


322 


9 


US-09-905-291A-201 


Sequence 201, App 


26 


39 


62 


. 9 


322 


9 


US-09-902-853-201 


Sequence 201, App 


27 


39 


62 


. 9 


322 


9 


US-09-907-824-201 


Sequence 201, App 


28 


39 


62 


.9 


322 


9 


US-09-907-841-201 


Sequence 201, App 


29 


39 


62 


. 9 


• 322 


10 


US-09-904-011-201 


Sequence 201, App 


30 


39 


62 


.9 


322 


10 


* US-09-906-742-201 


Sequence 201, App 


31 


39 


62 


. 9 


322 


10 


US-09-906-838-201 


Sequence 201, App 


32 


39 


62 


.9 


322 


10 


US-09-907-613-201 


Sequence 201, App 


33 


39 


62 


.9 


322 


10 


US-09-907-942-201 


Sequence 201, App 


34 


39 


62 


. 9 


322 


10 


US-09-904-859-201 


Sequence 201, App 


35 


39 


62 


.9 


322 


10 


US-09-909-204-201 


Sequence 201, App 


36 


39 


62 


.9 


322 


10 


US-09-904-820-201 


Sequence 201, App 


37 


39 


62 


. 9 


322 


10 


US-09-904-786-201 


Sequence 201, App 


38 


39 


62 


. 9 


322 


10 


US-09-906-646-201 


Sequence 201, App 


39 


39 


62 


.9 


322 


10 


US-09-906-700-201 


Sequence 201, App 


40 


39 


62 


.9 


322 


10 


US-09-903-786-201 


Sequence 2 01, App 


41 


39 


62 


.9 


322 


10 


US-09-902-903-201 


Sequence 201, App 


42 


39 


62 


. 9 


322 


10 


US-09-903-749A-201 


Sequence 201, App 


43 


39 


62 


. 9 


322 


10 


US-09-904-119-201 


Sequence 201, App 


44 


39 


62 


. 9 


322 


10 


US-09-904-956-201 


Sequence 201, App 


45 


39 


62 


. 9 


322 


10 


US-09-902-736-201 


Sequence 201, App 


46 


39 


62 


. 9 


322 


10 


US-09-907-794-201 


Sequence 201, App 


47 


39 


62 


. 9 


322 


10 


: US-09-903-943-201 


Sequence 2 01, App 


48 


39 


62 


.9 


322 


10 


US-09-904-462-201 


Sequence 201, App 


49 


39 


62 


. 9 


322 


10 


US-09-907-925-201 


Sequence 201, App 


50 


39 


62 


. 9 


322 


10 


US-09-902-692-201 


Sequence 201, App 


51 


39 


62 


. 9 


322 


10 


US-09-903-520-201 


Sequence 2 01, App 


52 


39 


62 


. 9 


322 


10 


US-09-905-056-201 


Sequence 201, App 


53 


39 


62, 


. 9 


322 


10 


US-09-909-064-201 


Sequence 201, App 


54 


39 


62. 


. 9 


322 


10 


US-09-904-553-201 


Sequence 201, App 


55 


39 


62, 


. 9 


322 


10 


US-09-905-381-201 


Sequence 201, App 


56 


39 


62, 


.9 


322 


10 


US-09-905-088-201 


Sequence 201, App 



57 


39 


62. 


9 


322 


10 


us- 


09- 


907- 


575-201 


Sequence 


201, App 


58 


39 


62. 


9 


322 


10 


US- 


09- 


905- 


075-201 


Sequence 


201, App 


59 


39 


62. 


9 


322 


10 


US- 


09- 


902- 


759-201 


Sequence 


201, App 


60 


39 


62. 


9 


322 


10 


US- 


09- 


902- 


634-201 


Sequence 


201, App 


61 


39 


62. 


9 


322 


10 


us- 


09- 


902- 


713-201 


Sequence 


201, App 


62 


39 


62. 


9 


322 


10 


US- 


09- 


907- 


979-201 


Sequence 


201, App 


63 


39 


62. 


9 


322 


10 


us- 


09- 


902- 


615-201 


Sequence 


201, App 


64 


39 


62. 


9 


322 


10 


us- 


09- 


903- 


925-201 


Sequence 


201, App 


65 


39 


62. 


9 


322 


10 


us- 


09- 


906- 


760A-201 


Sequence 


201, App 


66 


39 


62. 


9 


322 


10 


us- 


09- 


903- 


823-201 


Sequence 


201, App 


67 


39 


62. 


9 


322 


10 


us- 


09- 


907- 


652-201 


Sequence 


201, App 


68 


39 


62. 


9 


322 


10 


us- 


09- 


902- 


572A-201 


Sequence 


201, App 


69 


39 


62. 


9 


322 


10 


us- 


09- 


902- 


979-201 


Sequence 


201, App 


70 


39 


62. 


9 


322 


10 


us- 


09- 


905- 


125-201 


Sequence 


201, App 


71 


39 


62. 


9 


322 


10 


us- 


09- 


906- 


815A-201 


Sequence 


201, App 


72 


39 


62. 


9 


322 


10 


us- 


09- 


905- 


449-201 


Sequence 


201, App 


73 


39 


62. 


9 


322 


10 


us- 


09- 


903- 


806-201 


Sequence 


201, App 


74 


39 


62. 


9 


322 


10 


us- 


09- 


904- 


992-201 


Sequence 


201, App 


75 


39 


62. 


9 


322 


10 


us- 


09- 


904- 


838-201 


Sequence 


201, App 


76 


39 


62. 


9 


322 


10 


US- 


09- 


906- 


777-201 


Sequence 


201, App 


77 


39 


62. 


9 


322 


10 


us- 


09- 


903- 


603A-201 


Sequence 


201, App 


78 


39 


62. 


9 


322 


10 


us- 


09- 


904- 


532-201 


Sequence 


201, App 


79 


39* 


62. 


9 


322 


10 


us- 


09- 


904- 


766-201 


Sequence 


201, App 


80 


39 


62. 


9 


322 


10 


us- 


09- 


904- 


920A-201 


Sequence 


201, App 


81 ■ 


39 


62. 


9 


322 


10 


us- 


09- 


904- 


•877A-201 


Sequence 


201, App 


82 


39 


62. 


9 


322 


10 


us- 


09- 


903- 


562-201 


Sequence 


201, App 


83 


39 


62. 


9 


322 


10 


us- 


09- 


906- 


618-201 


Sequence 


201, App 


84 


39 


62. 


9 


322 


10 


us- 


09- 


907- 


728-201 


Sequence 


201, App 


85 


39 


62. 


9 


322 


11 


us- 


09- 


904- 


805-201 


Sequence 


201, App 


86 


39 


62. 


9 


322 


11 


us- 


•09- 


904- 


•938A-201 


Sequence 


201, App 


87 


39 


62. 


9 


322 


11 


us- 


09- 


906- 


722A-201 


Sequence 


201, App 


88 


39 


62. 


9 


322 


11 


us- 


09- 


908- 


576-201 


Sequence 


201, App 


89 


39 


62. 


9 


322 


12 


us- 


•10- 


081- 


•056-32 


Sequence 


32, Appl 


9 0 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


•745-6 


Sequence 


6, Appli 


91 


39 


62. 


9 


322 


12 


us- 


09- 


903- 


•640-201 


Sequence 


201, App 


92 


39 


62. 


9 


322 


12 


us- 


09- 


908- 


•093-201 


Sequence 


201, App 


93 


39 


62. 9 


322 


12 


us- 


10- 


063- 


512-6 


Sequence 


6, Appli 


94 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


513-6 


Sequence 


6, Appli 


95 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


515-6 


Sequence 


6, Appli 


96 


39 


62. 


9 


322 


12 


us- 


•10- 


063- 


■549-6 


Sequence 


6, Appli 


97 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


•569-6 


Sequence 


6, Appli 


98 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


551-6 


Sequence 


6, Appli 


99 


39 


62. 


9 


322 


12 


us- 


09- 


904- 


•485-201 


Sequence 


201, - App 


100 


39 


62. 


9 


322 


12 


us- 


09- 


905- 


■348-201 


Sequence 


201, App 


101 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


555-6 


Sequence 


6, Appli 


102 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


563-6 


Sequence 


6, Appli 


103 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


594-6 


Sequence 


6, Appli 


104 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


553-6 


Sequence 


6, Appli 


105 


39 


62. 


9 


322 


12 


us- 


10- 


063- 


554-6 


Sequence 


6, Appli 


106 


39 


62. 


9 


322 


12 


us- 


10- 


298- 


993-201 


Sequence 


201, App 


107 


39 


62. 


9 


322 


12 


us- 


10- 


305- 


654-32 


Sequence 


32, Appl 


108 


39 


62. 


9 


322 


12 


us- 


10- 


448- 


923-201 


Sequence 


201, App 


109 


39 


62. 


9 


322 


13 


us- 


10- 


006- 


867-6 


Sequence 


6, Appli 


110 


39 


62. 


9 


322 


13 


us- 


10- 


063- 


547-6 


Sequence 


6, Appli 


111 


39 


62. 


9 


322 


14 


us- 


10- 


063- 


616-6 


Sequence 


6, Appli 


112 


39 


62. 


9 


322 


14 


us- 


10- 


063- 


502-6 


Sequence 


6, Appli 


113 


39 


62. 


9 


322 


14 


us- 


10- 


063- 


518-6 


Sequence 


6, Appli 



114 


39 


62. 


9 


322 


14 


US-10-063-598-6 


Sequence 


6, 


Appli 


115 


39 


62. 


9 


322 


14 


US-10-227-693-6 


Sequence 


6, 


Appli 


116 


39 


62. 


9 


322 


14 


US-10-063-567-6 


Sequence 


6, 


Appli 


117 


39 


62. 


9 


322 


14 


US-10-063-538-6 


Sequence 


6, 


Appli 


118 


39 


62. 


9 


322 


14 


US-10-063-599-6 


Sequence 


6, 


Appli 


119 


39 


62. 


9 


322 


14 


US-10-063-595-6 


Sequence 


6, 


Appli 


120 


39 


62. 


9 


322 


14 


US-10-223-085-32 


Sequence 


32, 


Appl 


121 


39 


62. 


9 


322 


14 


US-10-223-084-32 


Sequence 


32, 


Appl 


122 


39 


62. 


9 


322 


14 


US-10-223-088-32 


Sequence 


32, 


Appl 


123 


39 


62. 


9 


322 


14 


US-10-223-090-32 


Sequence 


32, 


Appl 


124 


39 


62. 


9 


322 


14 


US-10-291-634-2 


Sequence 


2, 


Appli 


125 


39 


62. 


9 


322 


14 


US-10-063-580-6 


Sequence 


6, 


Appli 


126 


39 


62. 


9 


322 


14 


US-10-223-087-32 


Sequence 


32, 


Appl 


127 


39 


62. 


9 


322 


14 


US-10-063-557-6 


Sequence 


6, 


Appli 


128 


39 


62. 


9 


322 


14 


US-10-063-585-6 


Sequence 


6, 


Appli 


129 


39 


62. 


9 


322 


14 


US-10-223-083-32 


Sequence 


32, 


Appl 


130 


39 


62. 


9 


322 


14 


US-10-079-111-1 


Sequence 


If 


Appli 


131. 


39 


62. 


9 


322 


14 


US-10-223-089-32 


Sequence 


32, 


Appl 


132 


39 


62. 


9 


322 


14 


US-10-063-588-6 


Sequence 


6, 


Appli 


133 


39 


62. 


9 


322 


14 


US-10-063-735-6 


Sequence 


6, 


Appli 


134 


39 


62. 


9 


322 


14 


US-10-063-526-6 


Sequence 


6, 


Appli 


135 


39 


62.9 


322 


14 


US-10-063-586-6 


Sequence 


6, 


Appli 


136 


39 


62. 


9 


322 


14 


US-10-299-976-201 


Sequence 


201, App 


137 


39 


62. 


9 


322 


14 


US-10-063-546-6 


Sequence 


6, 


Appli 


138 


39 


62. 


9 


322 


14 


US-10-063-564-6 


Sequence 


6, 


Appli 


139 


39 


62. 


9 


322 


14 


US-10-063-662-6 


Sequence 


6, 


Appli 


140 


39 


62. 


9 


322 


14 


US-10-063-510-6 


Sequence 


6, 


Appli 


141 


39 


62. 


9 


322 


14 


US-10-063-669-6 


Sequence 


6, 


Appli 


142 


39 


62. 


9 


322 


14 


US-10-063-670-6 


Sequence 


6, 


Appli 


143 1 


39 


62. 


9 


322 


14 


US-10-063-671-6 


Sequence 


6, 


Appli 


144 


39 


62. 


9 


322 


14 


US-10-063-674-6 


Sequence 


6, 


Appli 


145 


39 


62. 


9 


322 


14 


US-10-063-675-6 


Sequence 


6, 


Appli 


146 


39 


62. 


9 


322 


14 


US-10-063-676-6 


Sequence 


6, 


Appli 


147 


39 


62. 


9 


322 


14 


US-10-063-686-6 


Sequence 


6, 


Appli 


148 


39 


62. 


9 


322 


14 


US-10-063-689-6 


Sequence 


6, 


Appli 


149 


39 


62. 


9 


322 


14 


US-10-063-692-6 


Sequence 


6, 


Appli 


150 


39 


62. 


9 


322 


14 


US-10-063-693-6 


Sequence 


6, 


Appli 



ALIGNMENTS 



RESULT 1 

US-10-424-599-256189 

; Sequence 256189, Application US/10424599 

; Publication No. US20040031072A1 

; GENERAL INFORMATION: 

; APPLICANT: La Rosa Thomas J 

; APPLICANT: Kovalic David K 

; APPLICANT: Zhou Yihua 

; APPLICANT: Cao Yongwei 

; TITLE OF INVENTION: Soy Nucleic Acid Molecules and Other Molecules Associated 
With 

; TITLE OF INVENTION: Plants and Uses Thereof for Plant Improvement 

; FILE REFERENCE: 38-21 ( 53223) B 

; CURRENT APPLICATION NUMBER: US/10/424 , 599 

; CURRENT FILING DATE: 2003-04-28 



; NUMBER OF SEQ ID NOS : 285684 
; SEQ ID NO 256189 

LENGTH: 206 

TYPE: PRT 
; ORGANISM: Glycine max 

FEATURE: 

; OTHER INFORMATION: Clone ID: PAT__MRT38 47_7 335C . 1 . pep 
US-10-424-599-256189 



Query Match 75.8%; 
Best Local Similarity 75.0%; 
Matches 6; Conservative 



Score 47; DB 12; Length 206; 
Pred. No. 14; 
1; Mismatches 1; Indels 



Qy 2 TCAYGWCA 9 

II INI: 
Db 199 TCIYGWCS 206 



Search completed: September 16, 2004, 08:47:53 
Job time : 131 sees 



\ 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



September 16, 2004, 08:32:44 ; Search time 17 Seconds 

(without alignments) 
27.331 Million cell updates/sec 

US-10-607-595-336 
62 

1 PTCAYGWCA 9 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



389414 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 150 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB.pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep: * 

5: /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep:* 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


62 


100. 


0 


9 


3 


us- 


09- 


258- 


754-336 


Sequence 


336, App 


2 


62 


100. 


0 


9 


3 


us- 


09- 


042- 


107-336 


Sequence 


336, App 


3 


62 


100. 


0 


9 


4 


us- 


09- 


722- 


250D-336 


Sequence 


33 6, App 


4 


41 


66. 


1 


194 


4 


us- 


09- 


252- 


991A-24154 


Sequence 


24154, A 


5 


40.5 


651 


3 


169 


4 


us- 


09- 


252- 


991A-22543 


Sequence 


22543, A 


6 


40 


64. 


5 


202 


4 


us- 


09- 


252- 


991A-27017 


Sequence 


27017, A 


7 


39 


62. 


9 


318 


4 


us- 


09- 


724- 


864-60 


Sequence 


60, Appl 


8 


39 


62. 


9 


322 


2 


us- 


08- 


892- 


880-2 


Sequence 


2, Appli 


9 


39 


62. 


9 


322 


4 


us- 


09- 


232- 


160-21 


Sequence 


21, Appl 


10 


39 


62. 


9 


322 


4 


us- 


09- 


907- 


794A-201 


Sequence 


201, App 


11 


39 


62. 


9 


322 


4 


us- 


09- 


905- 


125A-201 


Sequence 


201, App 



12 


39 


62. 


9 


322 


4 


us- 


09- 


902- 


775A-201 


Sequence 


201, App 


13 


38 


61. 


3 


100 


1 


us - 


08- 


189- 


199A-3 


Sequence 


3, 


Appli 


14 


38 


61. 


3 


101 


1 


us- 


08- 


189- 


199A-4 


Sequence 


4, 


A PPli 


15 


38 


61. 


3 


169 


4 


us- 


09- 


252- 


991A-24746 


Sequence 


24746, A 


16 


38 


61. 


3 


262 


4 


us- 


09- 


252- 


991A-22359 


Sequence 


22359, A 


17 


38 


61. 


3 


266 


4 


us- 


08- 


311- 


731A-112 


Sequence 


112 


, App 


18 


38 


61. 


3 


305 


4 


us- 


09- 


252- 


991A-33032 


Sequence 


33032, A 


19 


38 


61. 


3 


111 


2 


us- 


08- 


231- 


193A-16 


Sequence 


16, 


Appl 


20 


38 


61. 


3 


111 


2 


us- 


08- 


486- 


273A-16 


Sequence 


16, 


Appl 


21 


38 


61. 


3 


111 


3 


US~ 


08- 


480- 


474-16 


Sequence 


16, 


Appl 


22 


38 


61. 


3 


111 


3 


us- 


08- 


940- 


086A-16 


Sequence 


16, 


Appl 


23 


38 


61. 


3 


111 


4 


us- 


08- 


940- 


035A-16 


Sequence 


16, 


Appl 


24 


38 


61 . 


3 


111 . 


4 


us- 


08- 


935- 


105A-16 


Sequence 


16, 


Appl 


25 


38 


61. 


3 


. 777 


4 


us- 


09- 


648- 


797-16 


Sequence 


16, 


Appl 


26 


38 


61. 


3 


111 


4 


us- 


09- 


386- 


123-16 


Sequence 


16, 


Appl 


27 


38 


61. 


3 


854 


2 


us- 


08- 


231- 


193A-32 


Sequence 


32, 


Appl 


28 


38 


61. 


3 


854 


2 


us- 


08- 


486- 


273A-32 


Sequence 


32, 


Appl 


29 


38 


61. 


3 


854 


3 


us- 


08- 


480- 


474-32 


Sequence 


32, 


Appl 


30 


38 


61. 


3 


854 


3 


us- 


08- 


940- 


086A-32 


Sequence 


32, 


Appl 


31 


38 


61. 


3 


854 


4 


us- 


08- 


940- 


035A-32 


Sequence 


32, 


Appl 


32 


38 


61. 


3 


854 


4 


us- 


08- 


935- 


105A-32 


Sequence 


32, 


Appl 


33 


38 


61. 


3 


, 854 


4 


us- 


09- 


648- 


797-32 


Sequence 


32, 


Appl 


34 


38 


61. 


3 


854 


4 


us- 


09- 


386- 


123-32 


Sequence 


32, 


Appl 


35 


38 


61 . 


3 


863 


3 


us- 


08- 


436- 


332B-2 


Sequence 


2, 


Appli 


36 


38 


61 . 


3 


870 


2 


us- 


08- 


231- 


193A-30 


Sequence 


30, 


Appl 


37 


38 


61 . 


3 


870 


2 


us- 


08- 


486- 


273A-30 


Sequence 


30, 


Appl 


38 


38 


61. 


3 


870 


3 


us- 


08- 


480- 


474-30 


Sequence 


30, 


Appl 


39 


38 


61. 


3 


870 


3 


us- 


08- 


940- 


086A-30 


Sequence 


30, 


Appl 


40 


38 


61. 


3 


870 


4 


us- 


08- 


940- 


035A-30 


Sequence 


30, 


Appl 


41 


38 


61. 


3 


870 


4 


us- 


08- 


935- 


105A-30 


Sequence 


30, 


Appl 


42 


38 


61. 


3 


870 


4 


us- 


09- 


648- 


797-30 


Sequence 


30, 


Appl 


43 


38 


61. 


3 


870 


4 


us- 


09- 


386- 


123-30 


Sequence 


30, 


Appl 


44 


38 


61. 


3 


875 


2 


us- 


08- 


231- 


193A-28 


Sequence 


28, 


Appl 


45 


38 


61. 


3 


875 


2 


us- 


08- 


486- 


273A-28 


Sequence 


28, 


Appl 


46 


38 


61 . 


3 


875 


3 


us- 


08- 


480- 


474-28 


Sequence 


28, 


Appl 


47 


38 


61 . 


3 


875 


3 


us- 


08- 


940- 


086A-28 


Sequence 


28, 


Appl 


48 


38 


61 . 


3 


875 


4 


us- 


08- 


940- 


035A-28 


Sequence 


28, 


Appl 


49 


38 


61. 


3 


875 


4 


us- 


08- 


935- 


105A-28 


Sequence 


28, 


Appl 


50 


38 


61. 


3 


875 


4 


us- 


09- 


648- 


797-28 


Sequence 


28, 


Appl 


51 


38 


61. 


3 


875 


4 


us- 


09- 


386- 


123-28 


Sequence 


28, 


Appl 


52 


38 


61 . 


3 


885 


4 


us- 


08- 


264- 


578-11 


Sequence 


11, 


Appl 


53 


38 


61 . 


3 


885 


4 


us- 


08- 


217- 


704C-10 


Sequence 


10, 


Appl 


54 


38 


61 . 


3 


885 


4 


us- 


08- 


164- 


4 87A-2 


Sequence 


2, 


Appli 


55 


38 


61 . 


3 


891 


2 


us- 


08- 


231- 


193A-26 


Sequence 


26, 


Appl 


56 


38 


61 . 


3 


891 


2 


us- 


08- 


486- 


273A-26 


Sequence 


26, 


Appl 


57 


38 


61 . 


3 


891 


3 


us- 


08- 


480- 


474-26 


Sequence 


26, 


Appl 


58 


38 


61 . 


3 


891 


3 


us- 


08- 


940- 


086A-2 6 


Sequence 


26, 


Appl 


59 


38 


61 . 


3 


891 


4 


us- 


08- 


940- 


035A-26 


Sequence 


26, 


Appl 


60 


38 


61 . 


3 


891 


4 


us- 


08- 


935- 


105A-26 


Sequence 


26, 


Appl 


61 


38 


61. 


3 


891 


4 


us- 


09- 


648- 


797-26 


Sequence 


26, 


Appl 


62 


38 


61. 


3 


891 


4 


us- 


09- 


386- 


123-26 


Sequence 


26, 


Appl 


63 


38 


61 . 


3 


906 


4 


us- 


08- 


217- 


704C-25 


Sequence 


25, 


Appl 


64 


"38 


61. 


3 


906 


4 


us- 


08- 


164- 


487A-29 


Sequence 


29, 


Appl 


65 


38 


61. 


3 


908 


2 


us- 


08- 


231- 


193A-34 


Sequence 


34, 


Appl 


66 


38 


61. 


3 


908 


2 


us- 


08- 


486- 


273A-34 


Sequence 


34, 


Appl 


67 


38 


61. 


3 


908 


3 


.us- 


08- 


480- 


474-34 


Sequence 


34, 


Appl 


68 


38 


61. 


3 


908 


3 


us- 


08- 


940- 


086A-34 


Sequence 


34, 


Appl 



69 


38 


61. 


3 


908 


4 


us- 


08- 


940- 


035A-34 , 


Sequence 


34, 


Appl 


70 


38 


61. 


3 


908 


4 


us- 


08- 


935- 


105A-34 


Sequence 


34, 


Appl 


71 


38 


61. 


3 


908 


4 


us- 


09- 


648- 


797-34 


Sequence 


34, 


Appl 


72 


38 


61. 


3 


908 


4 


us- 


09- 


386- 


123-34 


Sequence 


34, 


Appl 


73 


38 


61. 


3 


920 


1 


us- 


08- 


026- 


138E-9 


Sequence 


9, 


Appli 


74 


38 


61. 


3 


920 


1 


us- 


08- 


026- 


138E-10 


Sequence 


10, 


Appl 


75 


38 


61. 


3 


922 


2 


us- 


08- 


231- 


193A-14 


Sequence 


14, 


Appl 


76 


38 


61. 


3 


922 


2 


us- 


08- 


231- 


193A-20 


Sequence 


20, 


Appl 


77 


38 


61. 


3 


922 


2 


US- 


08- 


486- 


273A-14 


Sequence 


14, 


Appl 


78 


38 


61. 


3 


922 


2 


US- 


08- 


486- 


273A-2 0 


Sequence 


20, 


Appl 


79 


38 


61. 


3 


922 


3 


us- 


08- 


480- 


474-14 


Sequence 


14, 


Appl 


80 


38 


61. 


3 


922 


3 


us- 


08- 


480- 


474-20 


Sequence 


20, 


Appl 


81 


38 


61. 


3 


922 


3 


us- 


08- 


940- 


086A-14 


Sequence 


14, 


Appl 


82 


38 


61. 


3 


922 


3 


us- 


08- 


940- 


08 6A-2 0 


Sequence 


20, 


Appl 


83 


38 


61. 


3 


922 


4 


us- 


08- 


940- 


035A-14 


Sequence 


14, 


Appl 


84 


38 


61. 


3 


922 


4 


us- 


08- 


940- 


035A-20 


Sequence 


20, 


Appl 


85 


38 


61. 


3 


922 


4 


us- 


08- 


935- 


105A-14 


Sequence 


14, 


Appl 


86 


38 


61. 


3 


922 


4 


us- 


08- 


935- 


105A-20 


Sequence 


20, 


Appl 


. 87 


38 


61. 


3 


922 


4 


us- 


09- 


648- 


797-14 


Sequence 


14, 


Appl 


88 


38 


61. 


3 


922 


4 


u.s- 


09- 


648- 


797-20 


Sequence 


20, 


Appl 


89 


38 


61. 


3 


922 


4 


us- 


08- 


217- 


704C-24 


Sequence 


24, 


Appl 


90 


38 


61. 


3 


922 


4 


us- 


08- 


164- 


487A-28 


Sequence 


28, 


Appl 


91 


38 


61. 


3 


922 


4 


us- 


09- 


386- 


123-14 


Sequence 


14, 


Appl 


92 


38 


61. 


3 


922 


4 


us- 


09- 


386- 


123-20 


Sequence 


20, 


Appl 


93 


38 


61. 


3 


927 


4 


us- 


08- 


217- 


704C-21 


Sequence 


21, 


Appl 


94 


38 


61. 


3 


927 


4 


us- 


08- 


164- 


487A-25 


Sequence 


25, 


Appl 


95 


38 


61. 


3 


929 


2 


us- 


08- 


231- 


193A-40 


Sequence 


40, 


Appl 


96 


38 


61. 


3 


929 


2 


us- 


08- 


486- 


273A-40 


Sequence 


40, 


Appl 


97 


38 


61. 


3 


929 


3 


us- 


08- 


480- 


474-40 


Sequence 


40, 


Appl 


98 


38 


61. 


3 


929 


3 


us- 


08- 


940- 


086A-40 


Sequence 


40, 


Appl 


99 


38 


61. 


3 


929 


4 


us- 


08- 


940- 


•035A-40 


Sequence 


40, 


Appl 


100 


38 


61. 


3 


929 


4 


us- 


•08- 


•935- 


•105A-40 


Sequence 


40, 


Appl 


101 


38 


61. 


3 


929 


4 


us- 


•09- 


•648- 


•797-40 


Sequence 


40, 


Appl 


102 


38 


61. 


3 


929 


4 


us- 


•09- 


•386- 


123-40 


Sequence 


40, 


Appl 


103 


38 


61. 


3 


938 


2 


us- 


08- 


231- 


193A-2 


Sequence 


2, 


Appli 


104 


38 


61. 


3 


938 


2 


us- 


•08- 


•486- 


■273A-2 


Sequence 


2, 


Appli 


105 


38 


61. 


3 


938 


3 


us- 


•08- 


•480- 


•474-2 


Sequence 


2, 


Appli 


106 


38 


61. 


3 


938 


3 


us~ 


08- 


•940- 


08 6A-2 


Sequence 


2, 


Appli 


107 


38 


61. 


3 


938 


4 


us- 


08- 


940- 


035A-2 


Sequence 


2, 


Appli 


108 


38 


61. 


3 


938 


4 


us- 


08- 


935- 


105A-2 


Sequence 


2, 


Appli 


109 


38 


61. 


3 


938 


4 


us- 


•09- 


•648- 


■797-2 


Sequence 


2, 


Appli 


110 


38 


61. 


3 


938 


4 


us- 


•09- 


•386- 


■123-2 


Sequence 


2, 


Appli 


111 


38 


61. 


3 


943 


2 


us- 


08- 


231- 


193A-36 


Sequence 


36, 


Appl 


112 


38 


61. 


3 


943 


2 


us- 


08- 


•486- 


273A-36 


Sequence 


36, 


Appl 


113 


38 


61. 


3 


943 


3 


us- 


•08- 


480- 


474-36 


Sequence 


36, 


Appl 


114 


38 


61. 


3 


943 


3 


us- 


•08- 


•940- 


■086A-36 


Sequence 


36, 


Appl 


115 


38 


61. 


3 


943 


4 


us- 


•08- 


•940- 


■035A-36 


Sequence 


36, 


Appl 


116 


38 


61. 


3 


943 


4 


us- 


08- 


935- 


105A-36 


Sequence 


36, 


Appl 


117 


38 


61. 


3 


943 


4 


us- 


09- 


648- 


797-36 


Sequence 


36, 


Appl 


118 


38 


61. 


3 


943 


4 


us- 


•09- 


386- 


123-36 


Sequence 


36, 


Appl 


119 


38 


61. 


3 


948 


4 


us- 


•08- 


217- 


•704C-26 


Sequence 


26, 


Appl 


120 


38 


61 . 


3 


948 


4 


us- 


08- 


164- 


487A-30 


Sequence 


30, 


Appl 


121 


38 


61. 


3 


959 


2 


us- 


08- 


231- 


193A-24 


Sequence 


24, 


Appl 


122 


38 


61. 


3 


959 


2 


us- 


08- 


486- 


273A-24 


Sequence 


24, 


Appl 


123 


38 


61. 


3 


959 


3 


us- 


08- 


480- 


474-24 


Sequence 


24, 


Appl 


124 


38 


61. 


3 


959 


3 


us- 


08- 


•940- 


086A-24 


Sequence 


24, 


Appl 


125 


38 


61. 


3 


959 


4 


us- 


08- 


940- 


035A-24 


Sequence 


24, 


Appl 



126 


38 


61. 


3 


959 


4 


us- 


08 


-935-105A-24 


Sequence 


24, 


Appl 


127 


38 


61. 


3 


959 


4 


us- 


09 


-648-797-24 


Sequence 


24, 


Appl 


128 


38 


61. 


3 


959 


4 


us- 


09 


-386-123-24 


Sequence 


24, 


Appl 


129 


38 


61. 


3 


964 


4 


us- 


08 


-217-704022 


Sequence 


22, 


Appl 


130 


38 


61. 


3 


964 


4 


us- 


08 


-217-704C-23 


Sequence 


23, 


Appl 


131 . 


38 


61. 


3 


964 


4 


us- 


08 


-164-487A-26 


Sequence 


26, 


Appl 


132 


38 


61. 


3 


964 


4 


us- 


08 


-164-487A-27 


Sequence 


27, 


Appl 


133 


38 


61. 


3 


976 


2 


us- 


08 


-231-193A-22 


Sequence 


22, 


Appl 


134 


38 


61. 


3 


976 


2 


us- 


08 


-486-273A-22 


Sequence 


22, 


Appl 


135 


38 


61. 


3 


976 


3 


us- 


08 


-480-474-22 


Sequence 


22, 


Appl 


136 


38 


61. 


3 


976 


3 


us- 


08 


-940-086A-22 


Sequence 


22, 


Appl 


137 


38 


61. 


3 


976 


4 


us- 


08 


-940-035A-22 


Sequence 


22, 


Appl 


138 


38 


61. 


3 


976 


4 


us- 


08 


-935-105A-22 


Sequence 


22, 


Appl 


139 


38 


61. 


3 


976 


4 


us- 


09 


-648-797-22 


Sequence 


22, 


Appl 


140 


38 


61. 


3 


976 


4 


us- 


09 


-386-123-22 


Sequence 


22, 


Appl 


141 


38 


61. 


3 


985 


4 


us- 


08 


-217-704C-27 


Sequence 


27, 


Appl 


142 


38 


61. 


3 


985 


4 


us- 


08 


-217-704C-28 


Sequence 


28, 


Appl 


143 


38 


61. 


3 


985 


4 


us- 


08 


-164-487A-31 


Sequence 


31, 


Appl 


144 


38 


61. 


3 


985 


4 


us- 


08 


-164-487A-32 


Sequence 


32, 


Appl 


145 


38 


61. 


3 


997 


2 


us- 


08 


-231-193A-38 


Sequence 


38, 


Appl 


146 


38 


61. 


3 


997 


2 


us- 


08 


-486-273A-38 


Sequence 


38, 


Appl 


147 


38 


61. 


3 


997 


3 


us- 


-08 


-480-474-38 


Sequence 


38, 


Appl 


148 


38 


61. 


3 


997 


3 


us- 


-08 


-940-086A-38 


Sequence 


38, 


Appl 


149 


38 


61. 


3 


997 


4 


us- 


-08 


-940-035A-38 


Sequence 


38, 


Appl 


150 


38 


61. 


3 


997 


4 


us- 


•08 


-935-105A-38 


Sequence 


38, 


Appl 



ALIGNMENTS 



RESULT 1 

US-09-258-754-336 

; Sequence 336, Application US/09258754 

; Patent No. 6174687 

; GENERAL INFORMATION: 

; APPLICANT: Ruoslahti, Erkki 

; APPLICANT: Pasqualini, Renata 

; APPLICANT: Rajotte, Daniel 

; TITLE OF INVENTION: Methods of Identifying Lung Homing Molecules Using 

TITLE OF INVENTION: Membrane Dipeptidase 
; FILE REFERENCE: P-LJ 3443 

; CURRENT APPLICATION NUMBER: US/09/258 , 754 

; CURRENT FILING DATE: 1999-02-26 

; EARLIER APPLICATION NUMBER: 09/042,107 

; EARLIER FILING DATE: 1998-03-13 

; NUMBER OF SEQ ID NOS : 452 

; SOFTWARE: Patentln Ver. 2.0 

; SEQ ID NO 336 

LENGTH : 9 

TYPE: PRT 
; ORGANISM: Artificial Sequence 
; FEATURE: 

; OTHER INFORMATION: Description of Artificial Sequence: Synthetic 
US-09-258-754-336 

Query Match 100.0%; Score 62; DB 3; Length 9; 

Best Local Similarity 100.0%; Pred. No. 3e+05; 



Matches 



9; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 1 PTCAYGWCA 9 

I I I I I I I I I 

Db 1 PTCAYGWCA 9 



RESULT 2 

US-09-042-107-336 

; Sequence 336, Application US/09042107 

; Patent No. 6232287 

; GENERAL INFORMATION: 

; APPLICANT: Ruoslahti, Erkki 

; APPLICANT: Pasqualini, Renata 

; TITLE OF INVENTION: Molecules that Home to Various Selected Organs or 

TITLE OF INVENTION: Tissues 
; FILE REFERENCE: P-LJ 2892 

; CURRENT APPLICATION NUMBER: US/09/042 , 107 

; CURRENT FILING DATE: 1998-03-13 

; NUMBER OF SEQ ID NOS : 436 

; SOFTWARE: PatentlnVer. 2.0 

; SEQ ID NO 336 

; LENGTH : 9 

; TYPE: PRT 

; ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence: Synthetic 
US-09-042-107-336 

Query Match 100.0%; Score 62; DB 3; Length 9; 

Best Local Similarity 100.0%; Pred. No. 3e+05; 

Matches 9; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 1 PTCAYGWCA 9 

I II I I I I I I 

Db 1 PTCAYGWCA 9 



RESULT 3 

US-09-722-250D-336 

; Sequence 336, Application US/09722250D 

; Patent No. 6610651 

; GENERAL INFORMATION: 

; APPLICANT: Ruoslahti, Erkki 

; APPLICANT: Pasqualini, Renata 

; TITLE OF INVENTION: Molecules that Home to Various Selected Organs or 
; TITLE OF INVENTION: Tissues 

FILE REFERENCE: P-LJ 4514 
; CURRENT APPLICATION NUMBER: US/09/722, 250D 
; CURRENT FILING DATE: 2000-11-22 
; PRIOR APPLICATION NUMBER: US 09/042,107 
; PRIOR FILING DATE: 1998-03-13 
; NUMBER OF SEQ ID NOS: 437 
; SOFTWARE: Patentln Ver. 2.0 
; SEQ ID NO 336 

LENGTH : 9 

TYPE: PRT 



; ORGANISM: Artificial Sequence 
FEATURE: 

; OTHER INFORMATION: Description of Artificial Sequence: Synthetic 
US-09-722-250D-336 



Query Match 100.0%; Score 62; DB 4; Length 9; 

Best Local Similarity 100.0%; Pred. No. 3e+05; 

Matches 9; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 1 PTCAYGWCA 9 

MINIMI 
Db 1 PTCAYGWCA 9 



RESULT 4 

US-09-252-991A-24154 

; Sequence 24154, Application US/09252991A 
; Patent No. 6551795 
; GENERAL INFORMATION: 

; APPLICANT: Marc J. Rubenfield et al . 

; TITLE OF INVENTION: NUCLEIC ACID AND AMINO ACID SEQUENCES RELATING TO 
PSEUDOMONAS 

; TITLE OF INVENTION: AERUGINOSA FOR DIAGNOSTICS AND THERAPEUTICS 

FILE REFERENCE: 107196.136 
; CURRENT APPLICATION NUMBER: US/09/252 , 991A 
; CURRENT FILING DATE: 1999-02-18 
; PRIOR APPLICATION NUMBER: US 60/074,788 
; PRIOR FILING DATE: 1998-02-18 
; PRIOR APPLICATION NUMBER: US 60/094,190 
; PRIOR FILING DATE: 1998-07-27 
; NUMBER OF SEQ ID NOS : 33142 
; SEQ ID NO 24154 

LENGTH: 194 

TYPE: PRT 

; ORGANISM: Pseudomonas aeruginosa 
US-09-252-991A-24154 



Query Match 66.1%; Score 41; DB 4; Length 194; 

Best Local Similarity 85.7%; Pred. No. 37; 

Matches 6; Conservative 0; Mismatches 1; Indels 0; Gaps 

Qy 3 CAYGWCA 9 

I I MM 

Db 187 CASGWCA 193 



Search completed: September 16, 2004, 08:37:06 
Job time : 18 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



September 16, 2004, 08:29:34 ; Search time 53 Seconds 

(without alignments) 
47.980 Million cell updates/sec 

US-10-607-595-336 
62 

1 PTCAYGWCA 9 



1586107 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 150 summaries 

Database : A_Geneseq_29 Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the'total score distribution. 



SUMMARIES 



Result 
No 



% 

Query 



> . 


Score 


Match 


Length 


DB 


ID 


Description 


1 


62 


100.0 


9 


2 


AAY48970 


Aay48970 Membrane 


2 


62 


100.0 


9 


5 


AAU98819 


Aau98819 Lymph nod 


3 


42 


67.7 


35 


4 


ABG21634 


Abg21634 Novel hum 


4 


42 


67.7 


78 


4 


AAU06005 


Aau06005 Cone snai 


5 


41.5 


66.9 


63 


4 


AAM19964 


Aaml9964 Peptide # 


6 


41.5 


66.9 


63 


4 


ABB40010 


Abb40010 Peptide # 


7 


41.5 


66.9 


63 


4 


AAM33631 


Aam33631 Peptide # 


8 


41.5 


66. 9 


63 


4 


ABB24531 


Abb24531 Protein # 


9 


41.5 


66. 9 


63 


4 


AAM73429 


Aam73429 Human bon 



10 


41.5 


66. 


9 


63 


4 


AAM60757 


Aam60757 


Human bra 


11 


41.5 


66. 


9 


63 


4 


ABG55152 


Abg55152 


Human liv 


12 


41.5 


66. 


9 


63 


5 


ABG432 88 


Abg43288 


Human pep 


13 


41 


66. 


1 


30 


4 


AAU05849 


Aau05849 


Cone snai 


14 


41 


66. 


1 


56 


4 


AAU63322 


Aau63322 


Propionib 


15 


41 


66. 


1 


56 


6 


ABM59841 


Abm59841 


Propionib 


16 


41 


66. 


1 


62 


4 


AAM82962 


Aam82 962 


Human imm 


17 


41 


66. 


1 


65 


4 


AAU64444 


Aau64444 


Propionib 


18 


41 


66. 


1 


65 


4 


AAU67242 


Aau67242 


Propionib 


19 


41 


66. 


1 


65 


6 


ABM637 61 


Abm63761 


Propionib 


20 


41 


66. 


1 


65 


6 


ABM60963 


Abm60963 


Propionib 


21 


41 


66. 


1 


77 


4 


AAU05867 


Aau05867 


Cone snai 


22 


40 


64. 


5 


30 


4 


AAU05847 


Aau05847 


Cone snai 


23 


40 


64. 


5 


60 


4 


ABB16612 


Abbl6612 


Human ner 


24 


40 


64. 


5 


93 


3 


AAB54297 


Aab54297 


Human pan 


25 


40 


64. 


5 


198 


4 


ABG11786 


Abgll786 


Novel hum 


26 


40 


64. 


5 


337 


4 


ABG11787 


Abgll787 


Novel hum 


27 


39 


62. 


9 


12 


6 


AAE34576 


Aae34576 


Phage pep 


28 


39 


62. 


9 


29 


3 


AAY87526 


Aay87526 


Mature co 


29 


39 


62. 


9 


32 


4 


AAU05881 


Aau05881 


Cone snai 


30 


39 


62. 


9 


34 


4 


AAU05879 


Aau05879 


Cone snai 


31 


39 


62. 


9 


81 


3 


AAY87527 


Aay87527 


Conotoxin 


32 


39 


62. 


9 


82 


4 


AAU05875 


Aau05875 


Cone snai 


33 


39 


62. 


9 


82 


4 


AAU05873 


Aau05873 


Cone snai 


34 


39 


62. 


9 


82 


4 


AAU05871 


Aau05871 


Cone snai 


35 


39 


62. 


9 


82 


4 


AAU05877 


Aau05877 


Cone snai 


36 


39 


62. 


9 


82 


4 


AAU05977 


Aau05977 


Cone snai 


37 


39 


62. 


9 


93 


4 


AAM99650 


Aam99650 


Human exc 


38 


39 


62. 


9 


93 


4 


AAM42465 


Aam42465 


Human kid 


39 


39 


62. 


9 


116 


2 


AAY12323 


Aayl2323 


Human 5 1 


40 


39 


62. 


9 


175 


4 


AAU87255 


Aau87255 


Novel cen 


41 


39 


62. 


9 


250 


3 


AAB34702 


Aab34702 


Human sec 


42 


39 


62. 


9 


255 


5 


ABB72376 


Abb72376 


Murine pr 


43 


39 


62. 


9 


297 


6 


ABU69126 


Abu69126 


Human NOV 


44 


39 


62. 


9 


305 


3 


AAG29734 


Aag29734 


Arabidops 


45 


39 


62. 


9 


318 


4 


AAE05364 


Aae05364 


Mouse lym 


46 


39 


62. 


9 


322 


2 


AAW56249 


Aaw5624 9 


Amino aci 


47 


39 


62. 


9 


322 


2 


AAY13379 


Aayl3379 


Amino aci 


48 


39 


62. 


9 


322 


3 


AAY87287 


Aay87287 


Human sig 


49 


39 


62. 


9 


322 


3 


ADC78521 


Adc78521 


Human PRO 


50 


39 


62. 


9 


322 


4 


AAB80247 


Aab80247 


Human PRO 


51 


39 


62. 


9 


322 


4 


AAB87528 


Aab87528 


Human PRO 


52 


39 


62. 


9 


322 


4 


AAB88391 


Aab88391 


Human mem 


53 


39 


62. 


9 


322 


5 


ABB90289 


. Abb90289 


Human pol 


54 


39 


62. 


9 


322 


5 


ABG95853 


Abg95853 


Human sec 


55 


39 


62. 


9 


322 


5 


ABB84 832 


Abb84.832 


Human PRO 


56 


39 


62. 


9 


322 


5 


ABB95438 


Abb95438 


Human ang 


57 


39 


62. 


9 


322 


6 


ABU71625 


Abu71625 


Human PRO 


58 


39 


62. 


9 


322 


6 


ABU71480 


Abu71480 


Human PRO 


59 


39 


62. 


9 


322 


6 


ABU7192 6 


Abu71926 


Human sec 


60 


39 


62. 


9 


322 


6 


ABO01809 


Abo01809 


Novel hum 


61 


39 


62. 


9 


322 


6 


ABU90878 


Abu90878 


Novel hum 


62 


39 


62. 


9 


322 


6 


AB033937 


Abo33937 


Human sec 


63 


39 


62. 


9 


322 


6 


ABU71954 


Abu71954 


Novel hum 


64 


. 39 


62. 


9 


322 


6 


ABU54382 


Abu54382 


Human sec 


65 


39 


62. 


9 


322 


6 


AB047397 


Abo47397 


Human sec 


66 


39 


62. 


9 


322 


6 


ABU71508 


Abu71508 


Human sec 



67 


39 


62. 


9 


322 


6 


ABU72289 


Abu72289 


Human 


PRO 


68 


39 


62. 


9 


322 


6 


ABU90962 


Abu90962 


Human 


PRO 


69 


39 


62. 


9 


322 


6 


AB027283 


Abo27283 


Human 


sec 


70 


39 


62. 


9 


322 


6 


ABU 6 45 3 4 


Abu64534 


Human 


sec 
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62. 
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6 


ABU67380 


Abu67380 


Human 


sec 
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62. 
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6 


ABU92478 


Abu92478 


Human 


sec 
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62. 


9 


322 


6 


ABO14900 


Abol4900 


Human 


sec 


74 


39 


62. 


9 


322 


6 


ABU81148 


Abu81148 


Human 


sec 


75 


39 


62. 


9 


322 


6 


AB053263 


Abo53263 


Novel 


hum 


76 


39 


62. 


9 


322 


6 


ABU98265 


Abu98265 


Novel 


hum 


77 


39 


62. 


9 


322 


6 


ABU8 9270 


Abu89270 


Novel 


hum 


78 
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62. 


9 


322 
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ABU82477 


Abu82477 


Novel 


hum 


79 
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62. 


9 


322 
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ABU69657 


Abu69657 


Novel 


hum 


80 


39 


62. 


9 


322 
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ABU96441 


Abu96441 


Human 


PRO 


81 


39 


62. 


9 


322 


6 


ABU72111 


Abu72111 


Human 


PRO 


82 


39 


62. 


9 
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6 


AB014839 


Abol4839 


Human 


sec 
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ADB29406 


Adb2 94 06 


Human 


sec 
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ADB17063 


Adbl7063 


Human 
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Abo44241 


Human 


sec 
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Human 


sec 
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hum 
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Human 


PRO 
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sec 
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hum 
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ALIGNMENTS 



RESULT 1 
AAY48970 

ID AAY48970 standard; peptide; 9 AA. 
XX 

AC AAY4897 0; 
XX 

DT 20-MAR-2003 (revised) 

DT 10-DEC-1999 (first entry) 

XX 

DE Membrane dipeptidase-binding lymph node homing peptide #44. 
XX 

KW Homing peptide; organ; tissue; lung;, pancreas; skin; retina; MDP; 

KW prostate; ovary; lymph node; adrenal gland; liver; gut; tumour; 

KW membrane dipeptidase. 
XX 

OS Synthetic. 

OS Homo sapiens. 
XX 

PN W09946284-A2. 
XX 

PD 16-SEP-1999. 
XX 

PF 10-MAR-1999; 99WO-US005284 . 
XX 

PR 13-MAR-1998; 98US-00042107 . 



PR 26-FEB-1999; 9 9US-002 587 54 . 
XX 

PA (BURN-) BURN HAM INST, 
XX 

PI Rajotte D, Pasqualini R, Ruoslahti EI; 
XX 

DR WPI; 1999-571717/48. 
XX 

PT New peptides which selectively home to organs or tissues, used for, e.g. 

PT identifying target ligands and for therapy of pathological conditions. 
XX 

PS Claim 78; Page 153; 193pp; English. 
XX 

CC The present invention describes peptides that selectively home to a 

CC tissue or organ. The peptides can be used for identifying an organ or 

CC tissue, for identifying a target molecule expressed by an organ or tissue 

CC or for treating an organ or tissue pathology, where the organ or tissue 

CC is selected from prostate, lung, skin, retina, pancreas, gut, ovary, 

CC adrenal gland, liver, and lymph node. The peptide bind to the membrane 

CC dipeptidase (MDP) . AAY48618 to AAY49066 represent sequences which are 

CC used in the exemplification of the present invention. (Updated on 20-MAR- 

CC 2003 to correct PR field.) 

XX 

SQ Sequence 9 AA; 

Query Match 100.0%; Score 62; DB 2; Length 9; 

Best Local Similarity 100.0%; Pred.-No. 1.4e+06; 

Matches 9; Conservative 0; Mismatches 0; Indels 0; Gaps 0 

Qy 1 PTCAYGWCA 9 

I I I I I I I I I 
Db 1 PTCAYGWCA 9 



RESULT 2 
AAU98819 

ID AAU98819 standard; peptide; 9 AA.^ 
XX 

AC AAU98819; 
XX 

DT 22-AUG-2002 (first entry) 
XX 

DE Lymph node targeting peptide #1. 
XX 

KW Targeting peptide; cancer; lymph node targeting; cytostatic; anti-HIV; 
KW immunostimulant; immunogen; cancer; human immunodeficiency virus; HIV; 
KW vector delivery. 
XX 

OS Synthetic. 
XX 

PN WO200220724-A2. 
XX 

PD 14-MAR-2002. 
XX 

PF 07-SEP-2001; 2001WO-US028045 . 
XX 

PR 08-SEP-2000; 2000US-0231266P . 



PR 17-JAN-2001; 2 001US-007 65101 . 
XX 

PA (TEXA ) UNIV TEXAS SYSTEM. 
XX 

PI Arap W, Pasqualini R; 
XX 

DR WPI; 2002-489672/52. 
XX 

PT Modulation of immune system response comprises administration of 

PT targeting peptide attached to irnmunogen. 

XX 

PS Claim 8; Fig 7; 86pp; English. 
XX 

CC This invention relates to a method for modulating the immune system 

CC response comprising administration of a lymph node targeting peptide 

CC attached to an irnmunogen. The invention also comprises a bispecific 

CC compound comprising the sequences Cys-Ala-Tyr or Ser-Cys-Ala-Arg, a 

CC bispecific compound comprising a targeting peptide attached to a vector 

CC binding moiety and a method for targeting a vector to an organ or tissue 

CC comprising administering the vector and a complex comprising a targeting 

CC peptide and a binding moiety. The peptides of the invention may have 

CC cytostatic, anti-HIV or immuno stimulant activities. The method of the 

CC invention is useful for increasing the immune response to an irnmunogen, 

CC especially a cancer cell or human immunodeficiency virus (HIV) . The 

CC method is useful for the selective delivery of gene therapy vectors. The 

CC present sequence represents lymph node homing peptide used in the method 

CC of the invention 

XX 

SQ Sequence 9 AA; 

Query Match 100.0%; Score 62; DB 5; Length 9; 

Best Local Similarity 100.0%; Pred. No. 1.4e+06; 

Matches 9; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 


1 PTCAYGWCA 9 




1 1 1 1 1 1 1 1 1 




Db 


1 PTCAYGWCA 9 




RESULT 3 




ABG21634 




ID 


ABG21634 standard; protein; 35 AA. 




XX 






AC 


ABG21634; 




XX 






DT 


18-FEB-2002 (first entry) 




XX 






DE 


Novel human diagnostic protein #21625. 




XX 






KW 


Human; chromosome mapping; gene mapping; gene 


therapy; forensic- 


KW 


food supplement; medical imaging; diagnostic; 


genetic disorder. 


XX 






OS 


Homo sapiens . 




XX 






PN 


WO200175067-A2. 




XX 






PD 


ll-OCT-2001. 





XX 

PF 30-MAR-2001; 2001WO-US008631 . 
XX 

PR 31-MAR-2000; 2000US-00540217 . 

PR 23-AUG-2000; 2000US-00649167 . 
XX 

PA (HYSE-) HYSEQ INC. 
XX 

PI Drmanac RT, Liu C, Tang YT; 
XX 

DR WPI; 2001-639362/73. 

DR N-PSDB; AAS85821. 
XX 

PT New isolated polynucleotide and encoded polypeptides, useful in 

PT diagnostics, forensics, gene mapping, identification of mutations 

PT responsible for genetic disorders or other traits and to assess 

PT biodiversity. 
XX 

PS Claim 20; SEQ ID NO 51993; 103pp; English. 
XX 

CC The invention relates to isolated polynucleotide (I) and polypeptide (II) 

CC sequences. (I) is useful as hybridisation probes, polymerase chain 

CC reaction (PCR) primers, oligomers, and for chromosome and gene mapping, 

CC and in recombinant production of (II) . The polynucleotides are also used 

CC in diagnostics as expressed sequence tags for identifying expressed 

CC genes. (I) is useful in gene therapy techniques to restore normal 

CC activity of (II) or to treat disease states involving (II) . (II) is 

CC useful for generating antibodies against it, detecting or quantitating a 

CC polypeptide in tissue, as molecular weight markers and as a food 

CC supplement. (II) and its binding partners are useful in medical imaging 

CC of sites expressing (II). (I) and (II) are useful for treating disorders 

CC involving aberrant protein expression or biological activity. The 

CC polypeptide and polynucleotide sequences have applications in 

CC diagnostics, forensics, gene mapping, identification of mutations 

CC responsible for genetic disorders or other traits to assess biodiversity 

CC and to produce other types of data and products dependent on DNA and 

CC amino acid sequences. ABG00010-ABG30377 represent novel human diagnostic 

CC amino acid sequences of the invention. Note: The sequence data for this 

CC patent did not appear in the printed specification, but was obtained in 

CC electronic format directly from WIPO at 

CC f tp . wipo . int/pub/published_pct_sequences 

XX 

SQ Sequence 35 AA; 

Query Match 67.7%; Score 42; DB 4; Length 35; 

Best Local Similarity 71.4%; Pred. No. 15; 

Matches 5; Conservative 2; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 PTCAYGW 7 

I : I : I I I 

Db 11 PSCSYGW 17 
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PRIORITY APPLN. INFO.: US 2000-231266P P 20000908 

US 2001-765101 ■ A 20010117 

US 2001-97651 A 20010117 

WO 2001-US28045 W 20010907 

WO 2002-US27836 A 20020830 

AB The present invention concerns compns . and methods relating to the 

identification and use of targeting peptides. Such targeting peptides 
selectively home to specific organs or tissues in vivo. The novel 
targeting sequences disclosed herein are of use for the targeted delivery 
of various therapeutic agents to the targeted organ or tissue. In 
particular embodiments, the present invention concerns bispecific 
targeting reagents comprising an organ targeting peptide attached to a 
mol., such as a Fab fragment, that binds to a gene therapy vector or other 
therapeutic agent. In alternative embodiments, bispecific targeting 
peptides contg . an organ targeting moiety and a gene therapy or 
therapeutic agent targeting moiety may be obtained and used for targeted 
delivery. Other embodiments concern modulation of host immune system 
function through the targeted delivery of antigens or other mols. to lymph 
nodes. Numerous examples of targeting peptide sequences against 
adenovirus or lymph node tissue are disclosed herein. 
IC ICM C12N 
CC 1-6 (Pharmacology) 
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Modulation of the immune response by systemic 
targeting of antigens to lymph nodes 
Trepel, Martin; Arap, Wadih; Pasqualini, Renata 
The University of Texas M. D. Anderson Cancer Center, 
Houston, TX, 77030, USA 

Cancer Research (2001), 61(22), 8110-8112 
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the immunogenicity of an antigen in vivo are still 
Direct administration of antigens into lymphatic organs 
appears to enhance immune response. The authors hypothesized that 
systemically targeting antigens to lymphatic tissue in vivo might modulate 
immunity. To test this hypothesis, the authors measured the humoral 
immune response elicited by bacteriophage vaccination. The authors show 
that the responses against a lymph node-targeted phage are significantly 
higher than those against control untargeted phage; the effect is specific 
because it is inhibited by coadministration of the cognate synthetic 
peptides displayed. Our data suggest that systemic targeting of antigens 
to lymph nodes through the circulation modulates humoral immune response. 
This strategy may have broad applications in the development of vaccines, 
prodn. of antibodies, and immunotherapy. 
15-2 (Immunochemistry) 
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OTHER SOURCE (S) : MARPAT 131:223515 

AB Mols. are provided that selectively home to various normal organs or 

tissues, including to lung, pancreas, skin, retina, prostate, ovary, lymph 
node, adrenal gland, liver, and gut. Also provided are mols . that 
selectively home to tumor-bearing organs or tissues, including to pancreas 
bearing a pancreatic tumor or to lung bearing a lung tumor. The invention 
also provides conjugates, comprising an organ- or tissue-homing mol . 
linked to a moiety. Such a moiety can be e.g. a therapeutic agent or a 
detectable agent. The invention also provides a method of identifying a 
membrane dipeptidase (MDP) -binding homing mol. that selectively homes to 
lung endothelium. The method includes contacting MDP with one or more 
mols. and detg. specific binding of a mol. to the MDP, where the presence 
of specific binding identifies the mol. as a MDP-binding homing mol. that 
selectively homes to lung endothelium. Such MDP-binding homing mols. can 
be linked to a moiety and, when administered to a subject as a conjugate, 
can selectively direct the moiety to lung endothelium in the subject. 
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